X-ray crystallography is still the primary method for obtaining high resolution structures of macromolecules. If you are interested in getting a quick overview of this topic, this is not the best book for you. If, however, you would like to understand the theory behind X-ray crystallography or are interested in adding this method to your toolset, *X-Ray Crystallography of Biomacromolecules* by Albrecht Messerschmidt is the perfect reference book. While the book discusses the production of recombinant proteins as well as methods used to obtain crystals, the primary focus is on the theoretical basis of solving a crystal structure. Several practical examples also are included at the end, all of which are detailed, up to date, and useful. They are tutorials on various computer programs used during model building, complete with step-by-step instructions and examples of macros, input files, and electron density maps.

Overall the text is very dry. In general, the chapters contain minimal introduction to fundamental chemical, biological, and physical principles, so a good understanding of such topics is crucial for the full comprehension of the book. As expected, many of the chapters are heavy on mathematics, for example, when discussing diffraction of X-rays from a crystal or solving the phase problem. However, many illustrations and diagrams are included to facilitate understanding. For interested readers, every chapter is complete with a thorough list of references on all the topics discussed in the text. I would highly recommend this book to someone who is thinking about or already using X-ray crystallography and would like to obtain a deeper understanding of its theoretical basis as well as some practical guidelines.
